Human TOG Cep104 392-676 SeMet MAD dataset analysis. A) Ribbon presentation of the N-terminal domain of Cep104 (rainbow-coloured from N-to C-terminus) together with an equivalent representation as molecular surface, coloured according to Consurf evolutionary conservation score from unconserved (cyan) to highly conserved (burgundy). B) Equivalent view onto the IFT25-IFT27 (pdb 2yc2) and the APC10-HSL1 (pdb 5g04) complexes. Note that IFT27 and HSL1 engage their corresponding APC10(-like) domain at a region that is conserved in the N-terminal, APC10-like domain in Cep104. The gel corresponds to ~10% of the material that was subjected to mass-spectrometric analysis. Bottom, Proteins identified by mass-spectroscopy that showed a ten-fold or higher enrichment of exclusive unique peptide counts compared to the control. B) Top, Coomassie stained SDS-PAGE gel showing ~10% of the elution from a Cep104 BioID experiment (biotinylation of proteins in the vicinity of BirA* tagged Cep104 in vivo). The remainder of the elution was subjected to mass-spectrometric analysis. Bottom, proteins with a ten-fold or higher enrichment of exclusive unique peptide counts compared to the control. Representative fluorescence micrographs of a re-routing and capture assay (Wong and Munro, 2014) in U2OS cells with Nek1 and Cep104 constructs. N-terminally mCherry-tagged Cep104 or Cep104ΔZNF (Cep104 Δ746-880 ), fused at their C-terminus to the HA tag and the outer-mitochondrial membrane targeting transmembrane domain of monoamine oxidase (MAO) were co-transfected with GFP-Nek1 into U2OS cells, fixed after 24 hours and visualized using a confocal microscope. A mitochondrial stain (MitoTracker Deep-red, ThermoFisher Scientific) and DAPI were used to mark mitochondria and DNA respectively. Please note that ectopically expressed GFP-Nek1 reroutes only to the mitochondrially anchored Cep104 when Cep104's ZNF domain is present. Scale bars, 5 µm. Figure S2 , related to Figure 1B- 
